Fig. S1. Schematic representation of predicted sdt splice variants and locations of primers used for RT-PCR.
Seven different sdt transcripts are predicted in FlyBase (http://flybase.bio.indiana.edu). Naming of the proteins encoded by these transcripts is according to FlyBase (previously given names in brackets). Of these, Sdt-A corresponds to Sdt-GUK1 (Bachmann et al., 2001) , Sdt-B was formerly called Sdt-A or Sdt-MAGUK1 (Bachmann et al., 2001; Hong et al., 2001) , Sdt-D is the same as Sdt-D characterised here, Sdt-F corresponds to Sdt-B2 (Berger et al., 2007) , and Sdt-H equals Sdt-B1 (Wang et al., 2004) .
Sdt-G has an extended N-terminus. When this N-terminus is analysed for the domain structure using SMART prediction program (http://smart.embl-heidelberg.de/), an additional PDZ domain is predicted within this region (red). The colours correspond to those used in Fig. 1 . Exons are named according to (Hong et al., 2001; Berger et al., 2007) Flies with UASSdt-D transgene integrated in the first chromosome were used here.
